upstream of the TZP coding sequence was PCR-amplified as described previously (5) 48 and cloned in the Gateway destination vector pKGWFS (9). Primers used for the 49 amplification of genes described in this study are listed as a Supplemental Table. All 50 plants were transformed and homozygous transgenic lines were selected as described 51 previously (10). A minimum of three independent homozygous transgenic lines were 52 isolated and used for all experimental procedures described in this study. For 53 genotyping, total genomic DNA was extracted according to (11) . All PCR reactions 54 were performed on 50 ng of gDNA in 40 ul reactions using 0.4U of Taq polymerase 55 according to the manufacturer's instructions (Promega) . 56 57 Quantitative RT-PCR 58
Total RNA was extracted using RNAeasy plant mini kit (Qiagen). cDNA was obtained 59 with the QuantiTect reverse transcription kit (Qiagen) following the manufacturer's 60 instructions. Quantitative RT-PCR was performed using a StepOnePlus Real Time 61 machine (Thermofisher) with Brilliant III UltraFast SYBR QPCR Master Mix (Agilent). 62
Ct values and standards were analyzed as previously described (12) . Reactions were 63 performed on four technical replicates and three independent biological replicates. 64
The following cycling conditions were used for quantitative PCR: 2 min at 95°C, 40 65 cycles of 3 s at 95°C, 30 s 59.5°C. Melting curve analysis from 60 -90°C was 66 performed to monitor the specificity of the amplification. Normalization of the 67 quantitative real-time PCR data was calculated by geometric averaging of the internal 3 70
Chromatin immunoprecipitation 71
Chromatin immunoprecipitation assays were performed on 2g of tissue as described 72 previously with minor modifications (5, 13) . A Bioruptor sonicator (Diagenode, 73 B01020001) was used to shear the chromatin using the following settings: 20 cycles 74 30 sec ON, 30 sec OFF at high power. An anti-GFP antibody was used to IP the 75 chromatin (AbCam, Ab290). ChIP qPCR was performed at the following cycles: 95 o C 76 X 2 min, 95 o C x 3 sec, 59.5 o CX 30 sec (50 cycles), 95 o C X 1 min and 60 o C X 30 sec 77 (Melting curve). Relative enrichment was calculated as described previously (5, 14) . 78
Reactions were performed on four technical replicates and three independent 79 biological replicates. 80 81
Next generation sequencing analysis 82
Sequencing of the ChIP DNA was carried out in the Glasgow Polyomics Facility 83 TZP-interacting partners (TCP8, 9, 12, 15, 20, 22, 23, ANAC87 and ZFHD10) . Yeast-171 two-hybrid analysis of pDEST32-empty (GAL4BD) and pDEST22-TF (GAL4AD-prey) or blue light conditions (5 µmol m −2 s −1 ). For each experiment, seeds were exposed to 269 white light for 8 hours, then grown in the dark for 4 days. After 4 days, seedlings were 270 exposed for 4 h to blue or dark before harvest. Transcript levels were normalized to 271 those of ISU. Bars are means ± SE (n = 3 technical replicates). Table 3 . Gene ontology analysis of common TZP-ZFHD10, TZP-specific and 300 ZFHD10-specific gene targets identified by ChIPseq. 
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